Entry composition i ○
There are 2 unique types of molecules in this entry. The entry contains 7672 atoms, of which 0 are hydrogens and 0 are deuteriums.
In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occupancy, the AltConf column contains the number of residues with at least one atom in alternate conformation and the Trace column contains the number of residues modelled with at most 2 atoms.
• Molecule 1 is a protein called Acriflavine resistance protein B. 3 Residue-property plots i ○ These plots are drawn for all protein, RNA and DNA chains in the entry. The first graphic for a chain summarises the proportions of the various outlier classes displayed in the second graphic. The second graphic shows the sequence view annotated by issues in geometry. Residues are colorcoded according to the number of geometric quality criteria for which they contain at least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. Stretches of 2 or more consecutive residues without any outlier are shown as a green connector. Residues present in the sample, but not in the model, are shown in grey.
Mol Chain Residues
• Molecule 1: Acriflavine resistance protein B
Chain A :   MET  PRO  ASN  PHE  PHE  ILE  D7  R8  P9  I10  L25  A26  I27  L28  K29  L30  P31  V32  A33  Q34  Y35  P36  T37  I38  A39  P40  P41  Y49  D53  A54  K55  T56  V57  Q58  D59  T60  V61  T62  Q63  N68  M69  D73  N74  L75  M78  S79  S80  N81  S82  D83  S84  T85  G86  T87   V88  Q89  L92  D101  Q106  V107  Q108  N109  K110  L111  Q112  L113  Q125  G126  V127  S128  V129  E130  K131  S132  S133  S134  S135  F136  L137  M138  V139  V140  D146  M149  D153  D156  A159  M162  K163  D164  A165  I166  D174  L177  S180  Q181  Y182  A183  M184  R185   N189  E192  T199  D202  V203  I204  Q213  T222  P223  P224  V225  K226  L230  R239  L240  T241  S242  T243  E244  V253  N254  Q255  D256  L262  I268  E273  I278  N282  G283  Q284  L289  L293  A294  T295  N298  D301  I306  R307  A308  E309  L310  A311   K312  M313  E314  P315  S319  G320  L321  P326  Y327  T330  P331  I335  H338  K342  T343  L344  L350  V351  Y356  L357  F358  L359  R363  I367  P368  T369  I370  A371  V372  P373  V374  V375  L376  L383  F388  S389  I390  V399  L400  A401  I402  G403  L404  L405  V406  D407  D408   V411  E414  N415  V416  E417  R418  E422  L425  P426  P427  K428  T431  R432  K433  I438  Q439  G440  A441  L442  V443  G444  I445  A446  M447  V448  L449  V452  F453  V454  P455  M456  A457  F458  F459  S462  T463  G464  R468  Q469  F470  S471  I472  T473  I474  V475  S476  A477  M478  V482   T489  L492  C493  A494  K498  PRO  ILE  ALA  LYS  GLY  ASP  HIS  GLY  GLU  GLY  LYS  LYS  GLY  PHE  F513  G514  N517  R518  E521  H525  H526  Y527  T528  D529  I534  S537  T538  L542  R558  L559  F563  D566  E567  D568  T574  M575  V576  Q584  E585  K589  V590   L591  H596  L599  T600  K601  E602  N605  V609  F610  N613  G614  F617  R620  G621  Q622  I626  A627  F628  V629  K632  D633  W634  A635  D636  R637  P638  G639  E640  E645  R650  A651  T652  F655  I658  K659  D660  V663  F664  A665  I671  V672  E673  L674  A677   T678  G679  F682  E683  L684  I685  D686  L690  E693  K694  L695  L702  K708  H709  P710  ASP  M712  L713  T714  G720  L721  E722  D723  D730  K735  A736  Q737  V741  S742  I743  I746  A752  V759  I763  K770  V771  M774  S775  K778  L782  P783  D784   R792  D795  M798  F801  S806  Y811  G812  S813  P814  R815  I827  Q830  A831  A832  K835  S836  T837  M844  E845  Q846  L847  V855  D858  W859  THR  GLY  MET  SER  TYR  GLN  GLU  ARG  LEU  S869  Q872  S875  L876  I879  I882  V883  V884  L888  Y892   E893  S894  W895  S896  I897  P898  F899  S900  V901  M902  L903  V904  V905  P906  L907  I910  L914  R919  D924  V929  L932  I935  S938  A939  K940  N941  A942  I943  L944  I945  V946  E947  K950  D954  L960  I961  E962  D966  A967  V968  R969  M970  R971  L972  R973  L976  M977   A981  F982  I983  L984  L989  V990  I991  S992  T993  G994  Q1000  V1007  M1008  M1011  V1016  L1017  A1018  I1019  F1020  F1021  V1022  P1023  V1024  F1025  F1026  V1027  V1028  V1029  R1030  R1031  R1032  F1033  S1034  R1035  K1036  ASN  GLU  ASP  ILE  GLU  HIS  SER  HIS  THR There are no chirality outliers.
There are no planarity outliers.
Too-close contacts i ○
In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within the asymmetric unit, whereas Symm-Clashes lists symmetry related clashes. 1  A  7639  0  7800  168  0  2  A  33  0  31  6  0  All  All  7672  0  7831  174  0 The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including hydrogen atoms). The all-atom clashscore for this structure is 11.
Mol Chain Non-H H(model) H(added) Clashes Symm-Clashes
All (174) There are no symmetry-related clashes.
Torsion angles i ○

Protein backbone i ○
In the following table, the Percentiles column shows the percent Ramachandran outliers of the chain as a percentile score with respect to all X-ray entries followed by that with respect to entries of similar resolution.
The Analysed column shows the number of residues for which the backbone conformation was analysed, and the total number of residues. In the following table, the Percentiles column shows the percent sidechain outliers of the chain as a percentile score with respect to all X-ray entries followed by that with respect to entries of similar resolution.
The Analysed column shows the number of residues for which the sidechain conformation was analysed, and the total number of residues. There are no chirality outliers.
Mol
There are no torsion outliers.
There are no ring outliers.
1 monomer is involved in 6 short contacts:
Mol Chain Res Type Clashes Symm-Clashes 2 A 2001 RHQ 6 0
Other polymers i ○
There are no such residues in this entry.
Polymer linkage issues i ○
There are no chain breaks in this entry.
